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<210> 1 

<211> 48 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtD pi 

<400> 1 

aattctaata cgactcacta tagggagaag agccgttgag ttgtggta 48 

<210> 2 

<211> 25 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtD p2 

<400> 2 

tctccatcta ttgatgaggg tctta 25 

<210> 3 

<211> 49 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, MtD pl_2 

<400> 3 

aattctaata cgactcacta tagggaagaa ccgggctctg ccatcttaa 4 9 



1 



<210> 4 

<211> 20 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtD p2_2 

<400> 4 

gtaatccagg tcggtttcta 

<210> 5 

<211> 32 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtD mb_2 

<400> 5 

ggacccccca cacccaccca agaacagggt cc 

<210> 6 

<211> 49 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer SnrpD pi 

<400> 6 

aattctaata cgactcacta tagggagagg cccggcatgt ggtgcataa 

<210> 7 

<211> 23 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer SnrpD p2 

<400> 7 

ttccttacat ctctcacccg eta 



<210> 8 

<211> 20 

<212> DNA 

<213> Artificial sequence 



<220> 

<223> Synthesized sequence, primer SnrpD2 p2 
<400> 8 

tgcgcctctt tctgggtgtt 



<210> 9 

<211> 34 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer SnrnpD mb_2 

<400> 9 

cgcatgctgt aaccacgcac tctcctcgca tgcg 

<210> 10 

<211> 34 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtR mb 

<400> 10 

gctccgaagc ttctgactct tacctccccg gage 

<210> 11 

<211> 49 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtR pl_4 

<400> 11 

aattctaata cgactcacta tagggagagg agacacctgc taggtgtaa 

<210> 12 

<211> 22 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer MtR p2_2 

<400> 12 

ggtgcccccg atatggcgtt cc 



<210> 13 

<211> 49 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer Sig pi 

<400> 13 

aattctaata cgactcacta tagggagagg actgggccct cagcctgca 4 9 

<210> 14 

<211> 21 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer Sig p2 

<400> 14 

ctgaggagac aagcaccatc a 21 

<210> 15 

<211> 32 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer Sig mb 

<400> 15 

cgtacgaatg acgtgcccct gcgaatcgta eg 32 

<210> 16 

<211> 49 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer TIE pi 

<400> 16 

aattctaata cgactcacta tagggaagag ctctctcctg ttggtccct 4 9 

<210> 17 

<211> 24 

<212> DNA 

<213> Artificial sequence 
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<220> 

<223> Synthesized sequence, primer TIE p2 
<400> 17 

gcatctctgt tcatgactgt gtga 



<210> 18 

<211> 33 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> Synthesized sequence, primer TIE mb 

<400> 18 

cgtacgctca acgccagcac gcgctaccgt acg 



